: Densitometric analyses of relative rates of MNase cleavage within chromatin at the -2.7/-1.9 kb region. Densitometric traces were generated from the analyses depicted in figure 3A , and the data was digitally transformed so that it could be plotted on a linear scale with respect to the position of each data point within the sequence. This was achieved with the aid of a standard curve derived from the migration rates of a molecular weight marker. The sequences for primer pairs P1 to P14 are enclosed by blue rectangles. CTCF and C/EBP consensus sequences are highlighted in red, other characterized sites at the -2.7 kb enhancer are indicated in black, and the -2.7 kb and -1.9 kb elements are underlined in green. 
